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(57) Abstract: A method for 
quickly and precisely identifying 
a protein or peptide by means 
of a mass analysis apparatus. 
Specifically, a sample is ionized, 
and a protein is analyzed by means 
of a mass analysis apparatus. From 
a database where information on 
proteins and peptides are stored, 
predetermined information is 
selected, the mass of the selected 
component is inferred and 
frequency information on each 
mass is calculated, the sample 
is analyzed by means of a mass 
analysis apparatus to obtain the 
mass spectrum, the mass used 
for the identification is selected 
on the basis of the obtained 
mass spectrum and the frequency 
information. mass analysis is 
conducted using the selected mass 
spectrum as a precursor ion, and the 
identification using the obtained 
mass spectrum is conducted. Thus, 
a precursor ion used for obtaining 
an MS/MS spectrum necessary 
for identification using frequency 
information matching the object of 
analysis is efficiently selected. 
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